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Phylotypea Genotypea Numberb %c
Amitermes sp. Cost010
A1 A1, C7, D12, H11, A3, B7, D7, F9, E6 18 19
A10 A10, A4, H5, C8, G2, G3 10 11
A8 A8, C1 4 4
A9 A9, G1 2 2
B11 B11 1 1
B12 B12, C6, F8 4 4
B3 B3 1 1
B5 B5 1 1
B6 B6, G9 2 2
B8 B8 1 1
B9 B9, C9, E11, F7 6 6
C10 C10 4 4
C12 C12, C4, D4, D10, F2 11 12
C2 C2 2 2
C3 C3 1 1
C5 C5 2 2
D1 D1 1 1
D11 D11 3 3
D3 D3 1 1
D5 D5 1 1
D6 D6 1 1
E4 E4, G7 4 4
E7 E7 1 1
E9 E9, H12 2 2
F1 F1 3 3
F10 F10 1 1
F12 F12 2 2
F3 F3 2 2
G4 G4 1 1
G8 G8 1 1
H10 H10 1 1
Total: 95
Amitermes sp. JT2
A1 A1, E1 5 5
A2 A2 1 1
A7 A7, C2, E3 8 8
A8 A8 2 2
B11 B11, G1 3 3
B2 B2, E9, H12 10 10
B5 B5, D10, E2 5 5
B6 B6 1 1
B7 B7 1 1
B8 B8 1 1
C11 C11 2 2
D2 D2 6 6
D6 D6 5 5
E10 E10 3 3
F12 F12 1 1
F2 F2 8 8
F3 F3 1 1
F4 F4 22 23
F5 F5, H1, G8 7 7
G3 G3 1 1
G7 G7 2 2
H5 H5 1 1
Total: 96
Table S1:  sequenced Clones and their corresponding OTUs
Phylotypea Genotypea Numberb %c
Gnathamitermes sp. JT5
A10 A10, A3, G4 8 8
A11 A11 2 2
A2 A2, H11 2 2
A8 A8 4 4
B1 B1 1 1
B11 B11, D12, G6, E9 5 5
B12 B12, G12, B9, F8 13 14
B2 B2, H2 2 2
B5 B5 4 4
C1 C1, F11 10 11
C12 C12 4 4
C3 C3 1 1
C6 C6 1 1
C8 C8 1 1
D1e D1 2 2
D10 D10 1 1
D11 D11 7 7
D3 D3 1 1
E12 E12 1 1
E2 E2 5 5
E3 E3 1 1
E7 E7 1 1
F2 F2 1 1
F4 F4, H8 2 2
F5 F5 3 3
F6 F6, F7 6 6
G11 G11 1 1
G8 G8 2 2
H4 H4 2 2
H5 H5 1 1
Total: 95
Microcerotermes sp. Cost008
A12 A12, C3, E12, H7 5 5
A3 A3, B1, F4, H12, C12, C4 25 26
A4 A4 2 2
A8 A8 4 4
A9 A9 2 2
B7 B7 25 26
B8 B8 2 2
C1 C1 1 1
C10 C10d 1 1
C5 C5, D11 2 2
C6 C6, D2 5 5
C9 C9 1 1
D5 D5, G1 5 5
D8 D8 1 1
E3 E3 1 1
E5 E5 2 2
F10 F10d 1 1
F5 F5, G11 8 8
G3 G3 1 1
H11 H11 1 1
H8 H8 1 1
Total: 96
Table S1:  sequenced Clones and their corresponding OTUs
Phylotypea Genotypea Numberb %c
Nasutitermes sp. Cost003
A11 A11, D5, G1 4 4
A12 A12 1 1
A6 A6 4 4
A9 A9, B5, D12, E1 10 11
B10 B10 2 2
B2 B2, C4, D4, D1, G12 19 21
B3 B3 1 1
B9 B9 1 1
C1 C1, C5 10 11
C2 C2 12 13
C8 C8, D9 5 6
D2 D2 1 1
E2 E2 1 1
E3 E3, D7 2 2
E4 E4 2 2
F1 F1 1 1
F2 F2 1 1
F5 F5 1 1
F8 F8 1 1
G10 G10 2 2
H1 H1 1 1
H11 H11 3 3
H2 H2 1 1
H5 H5 1 1
H6 H6 3 3
Total: 90
Rhynchotermes sp. Cost004
A1 A1 1 1
A12 A12 2 2
A2 A2 2 2
A3 A3 1 1
A4 A4 2 2
A5 A5 1 1
A6 A6 1 1
A7 A7, E8 4 4
A9 A9 5 5
B1 B1 4 4
B11 B11 3 3
B2 B2, C8, H6 6 6
B3 B3 1 1
B6 B6 1 1
B7 B7, H7 2 2
C11 C11 2 2
C12 C12 1 1
C4 C4, E12, H1 3 3
C5 C5, G5, H12 7 7
D10 D10, G11 7 7
D11 D11 1 1
D5 D5 2 2
D6 D6 2 2
E2 E2 2 2
E3 E3 1 1
E4 E4 3 3
E6 E6 2 2
F1 F1 1 1
F10 F10 1 1
F11 F11 1 1
F2 F2d 6 6
F6 F6 1 1
F8 F8 1 1
F9 F9 1 1
G1 G1 1 1
G2 G2 1 1
G3 G3 1 1
G4 G4 1 1
G9 G9 1 1
H11 H11 1 1
H2 H2 2 2
H3 H3 1 1
H5 H5 1 1
H8 H8 2 2
Total: 93
Table S1:  sequenced Clones and their corresponding OTUs
aOTUs calculated using the furthest‐neighbor method in DOTUR (Schloss and Handelsman, Appl Environ Microbiol 71:1501‐1506, 2005) with a 97% amino‐acid similarity cut‐off and their component sequences.  bNumber of cloned sequences grouped within each OTU.  cPercent of cloned sequences represented by each OTU.  dSequences containing frame‐shift mutations that were “corrected” manually by the addition or subtraction of nucleotides at the DNA sequence level to allow for phylogenetic analyses using amino acid sequences.  eSequence OTUs grouping phylogenetically with sequences previously classified as Family 7 [FeFe] hydrogenases (Warnecke et al., Nature 450:560‐565, 2007). 
